The phylum Bacteroidetes Krieg et al. 2012 includes morphological and biochemical diverse bacteria [1] . Taxonomy of members of this phyum has undergone considerable changes with the advent of 16S rRNA sequence analysis. Recently, the taxonomic classification of Bacteroidetes Krieg et al. 2012 was assessed on the basis of the genomic data of all related type strains [2] . The family Chitinophagaceae K€ ampfer et al. 2011 [3] was established with Chitinophaga Sangkhobol and Skerman 1981 emend. K€ ampfer et al. [4, 5] as the type genus. Cells of members in family Chitinophagaceae K€ ampfer et al. 2011 are usually thin, rod-shaped and non-motile, with MK-7 as its main respiratory menaquinone and iso-C 15 : 0 , iso-C 17 : 0 3-OH and iso-C 15 : 1 G as major fatty acids [3] . At the time of writing this manuscript, the family comprises 34 genera, of which genera Arvibacter Chaudhary and Kim 2016 [6] , Compostibacter Siddiqi et al. 2016 [7] , Dinghuibacter Lv et al. 2016 [8] , Haoranjiania Zhang et al. 2016 [9] , Panacibacter Siddiqi et al. 2016 [10] , Parasediminibacterium Kang et al. 2016 [11] , Pseudobacter Siddiqi and Im 2016 [12] , Pseudoflavitalea Kim et al.
2016 [13] and Niveitalea Hyeon et al. 2017 [14] were proposed recently. During the course of a study on the diversity of cultural bacterial communities associated with soil in Gyeongsangbuk-do (35 46 .386¢ N, 129 21.218¢ E), Repubilc of Korea, a novel strain, BN130233 T , was isolated and subjected to a polyphasic investigation to determine its taxonomic position.
The soil sample was collected in July 2016 and kept at 4 C. One gram of the sample was then serially diluted with sterilized water and an aliquot of the soil suspension was plated onto Reasoner's 2A (R2A) agar (Difco). Following incubation at 28 C for 2 weeks, a single clone, designated BN130233
T , was picked from the agar plate and subcultured until a pure culture was obtained. Strain BN130233
T was cultivated and maintained on R2A agar and stored as glycerol suspension (20 %, v/v) at -80 C.
Extraction of genomic DNA, PCR amplification and cloning of the 16S rRNA gene was performed as described by Li et al. [15] . The almost-complete 16S rRNA gene sequence (1428 bp; KP419742) was compared with the curated sequences from EzBioCloud [16] and edited using the BioEdit program [17] . Multiple alignments with sequences of the related bacteria and type species of all genera of the family Chitinophagaceae K€ ampfer et al. 2011 retrieved from the GenBank/EMBL/DDBJ database were carried out using the CLUSTAL_X program [18] . Evolutionary distances were calculated using the Kimura two-parameter model [19] . Phylogenetic trees were generated using the neighbour-joining [20] , maximum-parsimony [21] and maximum-likelihood [22] methods in the MEGA 5 program [23] . Each tree was evaluated by bootstrap analysis on the basis of 1000 replications [24] . 
Cultural characteristics of strain BN130233
T were recorded on R2A agar, marine agar (MA; Difco), potato dextrose agar (PDA; Difco), nutrient agar (NA; Difco), Luria-Bertani agar (LB; Difco), tryptic soy agar (TSA; Difco), 0.1ÂTSA and MacConkey agar after culturing at 28 C for 2 weeks. The colony colours were determined using the ISCC-NBS colour chart [25] . Gram staining was carried out by using the standard Gram's reaction and was confirmed by the non-staining KOH test [26] . Anaerobic growth was determined on R2A agar and incubated at 28 C for 10 days using an anaerobic chamber (Laboratory Product) and an anaerobic jar (Thermo). Cell motility was tested by the hanging-drop technique [27] and observed by using a phase-contrast microscope (Nikon, SMZ-U). The morphological characteristics of strain BN130233
T were observed on a phase-contrast microscope and a transmission electron microscope, after 3 days incubation on R2A agar medium at 28 C. The presence of flexirubin pigments was investigated by using 20 % (v/v) KOH according to McCammon and Bowman [28] . Growth at different temperatures (4, 10, 15, 20, 28, 32, 37, 40, 45, 50 and 55 C) was tested on R2A agar medium for up to 15 days. Salt tolerance was assessed by inoculating the strain on the R2A agar medium supplemented with NaCl at different concentrations (0.5, 1, 1.5, 2, 2.5, 3, 4, 5, 6, 7, 8, 9 and 10 %, w/v) at 28 C for 2 weeks. The ability of the strain to grow at pH 4, 5, 6, 7, 8, 9 , 10 and 11 was tested in R2A broth prepared using the buffer system described by Xu et al. [29] . Carbon source utilization was determined according to the procedures described by Gordon et al. [30] and nitrogen source utilization was determined according to Williams et al. [31] . Catalase activity was detected based on bubble formation on addition of a drop of 3 % (v/v) H 2 O 2 solution on the culture. Oxidase activity was detected using oxidase reagent (bioM erieux) according to the manufacturer's instructions. Nitrate reduction, H 2 S production, urease activity, milk coagulation and peptonization, and hydrolysis of cellulose, gelatin, starch and Tweens (20, 40, 60, 80) were assessed as described by Gonzalez et al. [32] . Antibiotic susceptibility was assessed according to the conventional Kirby-Bauer method [33] . The following antibiotics were tested (µg per disc): amikacin (30) , ampicillin (20) , chloramphenicol (30) , erythromycin (30) , gentamicin (30) , kanamycin (30) , lincomycin (15) , nalidixic acid (30) , rifampicin (30) , spectinomycin (25) , streptomycin (25) , teicoplanin (30) , tetracycline (30) and vancomycin (30) . Other physiological and biochemical tests were performed by using the API ZYM, API 20NE and API 50CH kits (bioM erieux) according to the manufacturer's instructions.
Strain BN130233
T grew well on R2A agar, NA and 0.1ÂTSA, but no growth was observed on MA, PDA, LB, TSA or MacConkey agar. Colonies were orange, wet and smooth after growing for 5 days at 28 C on R2A agar medium. The cells of strain BN130233
T were Gram-stainnegative, strictly aerobic and non-motile. The transmission electron micrograph of strain BN130233
T showed that the cells were either short rod or cocci in shape (Fig. S3 ). Yellow-coloured flexirubin-like pigment was observed. Growth occurred at 4-32 C (optimum, 20-28 C), at pH 6.0-8.0 (optimum, 7.0) and in the absence of NaCl. The strain showed positive results for nitrate reduction and gelatin liquefaction tests. The strain was, however, negative for the other biochemical tests including production of H 2 S, activities of catalase, oxidase and urease, coagulation and peptonization of milk, and hydrolysis of cellulose, starch and Tweens (20, 40, 60, 80) . Strain BN130233
T was susceptible to amikacin, ampicillin, chloramphenicol, erythromycin, gentamicin, lincomycin, rifampicin, streptomycin, teicoplanin, tetracycline and vancomycin, but resistant to kanamycin, nalidixic acid and spectinomycin. The detailed phenotypic characteristics of strain BN130233
T are given in the species description, and the differentiating characteristics of strain BN130233
T from its closely related phylogenetic neighbours are listed in Table 1 .
Biomass for testing the chemotaxonomic features was harvested from cultures grown on R2A agar at 28 C for 3 days (mid-exponential). Extraction and analysis of cellular fatty acids were performed as described by Sasser [34] using the Microbial Identification System (MIDI; Sherlock Version 6.1; MIDI database: TSBA6). Menaquinones were extracted from lyophilized cells, identified using the method of Collins et al. [35] and separated by high-performance liquid chromatography [36] . Polar lipids were extracted using chloroform and methanol, loaded onto thin-layer silica gel 60 plates (Merck) according to Minnikin et al. [37] and analysed by two-dimensional thin-layer chromatography according to Embley and Wait [38] . The G+C content was determined by the method of Mesbah et al. [39] with Escherichia coli JM109 as a reference.
T possessed summed feature 3 (C 16 : 1 !6c and/or C 16 : 1 !7c, 25.3 %), iso-C 15 : 1 G (23.4 %), iso-C 15 : 0 (18.2 %) and iso-C 17 : 0 3-OH (12.9 %) as the major fatty acids, clearly distinguishing it from other phylogenetically related genera of the family Chitinophagaceae K€ ampfer et al. 2011 (Table 2 ). Menaquinone 7 (MK-7) was detected as the major respiratory quinone of strain BN130233
T . The polar lipids of strain BN130233
T comprised phosphatidylethanolamine, an unidentified phospholipid, three unidentified aminolipids and eight unidentified lipids (Fig. S4) . The genomic DNA G+C content of strain BN130233
T was determined to be 40.6 mol%. 6-8.5
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Unknown fatty acids: T with the available 16S rRNA gene sequences of species with validly described names of the related genera in the family Chitinophagaceae (Table S1 ). On the basis of phenotypic, chemotaxonomic and phylogenetic analyses, and information from 16S rRNA gene signature nucleotides, strain BN130233
T is considered to represent a novel species and a new genus in the family Chitinophagaceae K€ ampfer et al. 2011, for which the name Aurantisolimonas haloimpatiens gen. nov., sp. nov. is proposed.
DESCRIPTION OF AURANTISOLIMONAS GEN. NOV.
Aurantisolimonas (Au.ran.ti.so.li.mo¢nas. N.L. adj. aurantus, orange-coloured; L. n. solum soil; Gr. fem. n. monas, a unit, monad; N.L. fem. n. Aurantisolimonas, orange monad from soil).
Cells are Gram-stain-negative, strictly aerobic, non-motile and short rod or cocci. Colonies are orange-coloured. Oxidase-and catalase-negative. The major fatty acids are summed feature 3 (C 16 : 1 !6c and/or C 16 : 1 !7c), iso-C 15 : 1 G, iso-C 15 : 0 and iso-C 17 : 0 3-OH. The respiratory menaquinone is MK-7 and the polar lipids are phosphatidylethanolamine, an unidentified phospholipid and several unidentified aminolipids and lipids. The type species is Aurantisolimonas haloimpatiens.
DESCRIPTION OF AURANTISOLIMONAS HALOIMPATIENS SP. NOV.
Aurantisolimonas haloimpatiens (ha.lo.im.pa¢ti.ens. Gr. n. hals, halos, salt; L. adj. impatiens, intolerant; N.L. fem. adj. haloimpatiens, salt-intolerant).
The characteristics are the same as those described for the genus with the following additions. Growth occurs at 4-32 C (optimum, 20-28 C), at pH 6.0-8.0 (optimum, 7.0) and in the absence of NaCl. Grows well on R2A, NA, 0.1ÂTSA but not on MA, PDA, LB, TSA or MacConkey agar media. Positive for nitrate reduction and hydrolysis of gelatin. H 2 S is not produced. Negative for urease activity, milk coagulation and peptonization, and hydrolysis of cellulose, starch and Tweens (20, 40, 60, 80) . Utilizes lactose, mannitol and starch as sole carbon sources, but not arabinose, fructose, galactose, glucose, inositol, mannose, rhamnose, sucrose or xylose. In the API ZYM test, positive for activities of esterase (C4), a-fucosidase, a-galactosidase, bgalactosidase, b-glucuronidase, N-acetyl-b-glucosaminidase, b-glucosidase and naphthol-AS-BI-phosphohydrolase, but not for acid phosphatase, alkaline phosphatase, a-chymotrypsin, cystine arylamidase, esterase lipase (C8), a-glucosidase, leucine arylamidase, lipase (C14), a-mannosidase, trypsin or valine arylamidase. In the API 20NE test, positive for reduction of potassium nitrate, hydrolysis of aesculin, gelatin and 4-nitrophenyl-b-galactopyranoside, but not for indole production, glucose fermentation, arginine dihydrolase, urease or cytochrome oxidase tests. In the API 50CH test, acid is produced from arbutin, cellobiose, aesculin, gentiobiose, lactose, maltose, melibiose, melezitose, raffinose, salicin, sucrose, trehalose and D-turanose.
The type strain, BN130233
T (=CCTCC AB 2017051 T =KCTC 42642 T ), was isolated from a soil sample collected from Gyeongsangbuk-do, Republic of Korea. The GenBank accession number for the 16S rRNA gene sequence of strain BN130233
T is KP419742. The G+C content of the DNA of the type strain of the type species is 40.6 mol%.
